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We used R with the pheatmap package to create the time-locked photometry heatmaps.

Figures were generated in R with the ggplot2 package. All code will be made available on request.

The distribution of virally transduced neurons was registered to the Allen Coordinate Reference Framework and regional densities of labeled
cells quantified using NeUroGlancer Ground Truth (NUGGT; https://github.com/chunglabmit/nuggt), with custom modifications provided by
LifeCanvas Technologies. NUGGT is readily available through the public code repository GitHub, and the custom version that we used is
available through the commercial vendor, LifeCanvas Technologies.

MATLAB (2019a) scripts 473 from TDT (https://www.tdt.com/support/matlab-sdk/) were used to fit the 405 nm signal to the 470 nm signal
using linear regression.

The data that support the findings of this study are available from the corresponding author, DGW, upon reasonable request.

Sample size was determined by examining previous work in our lab and along with other similar studies. We used those effect sizes and the
expected effect size in our work, to inform our sample numbers here.

Animals were excluded from photometry experiments if viral fiber placement were not in the appropriate location as verified by histological
sectioning. This was pre-established.

We used a variety of convergent techniques to bolster our confidence in the reproducibility of the findings in this work. For studies that a
occurred across multiple days, we found consistent results across days.

In experiments with different treatment groups, animals were randomly assigned a treatment group.

Scorers were blinded when hand scoring was implemented. For non-hand scored analysis, blinding the scorer was not relevant because the
scoring was performed autonomously.




